Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.004 Å; R factor = 0.023; wR factor = 0.061; data-to-parameter ratio = 19.4.
Related literature
Apart from the title complex, two others were isolated from the reaction mixture and structurally characterized. One was identical to that of Parker et al. (2000) , the other is reported in the following paper by Westcott et al. (2008) . For other related structures, see : Wang et al. (1986) ; Mariezcurrena et al. (1999) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx; Ày þ 2; Àz þ 1.
Data collection: SMART (Bruker, 2002 ); cell refinement: SAINTPlus (Bruker, 2003) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL and ORTEP-3 (Farrugia, 1997); software used to prepare material for publication: SHELXTL.
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Comment
The structure of the title compound, is shown below. The complex was one of three Cu-dpkoh complexes isolated from the 1:1 molar mixture of copper(II)bromide and di-2-pyridyl ketone. The title complex was the second isolated from solution.
One other complex had been reported previously by Parker, et al. , another unique complex is described elsewhere : Westcott, et al.(2008) .
The complex contains two copper centers that are 2.9801 (5) Å apart and are bridged by the hydrated form of the ligand di-2-pyridylketone. Each copper center is also coordinated to the ligand through one unique nitrogen atom and a by a µ-hydroxyl bridge. Additionally, each Cu center coordinates one bromide ion. The bromide ion then acts as a bridging ligand to the next di-copper unit, leading to a polymeric structure as shown in Figure 2 .
Experimental
Di-2-pyridyl ketone (dpk) was purchased from Aldrich and used as received. Copper(II) bromide hexahydrate was dried in an oven at 110 C for 48 h before use. DPK (1 mmol) and copper(II) bromide (1 mmol) were combined in 40 ml of acetonitirle and stirred for 30 minutes. The resulting green crystals were isolated after 4 days by slow evaporation of the solution.
Refinement
For structure solution, direct methods were used to locate the initial structural model that consisted of all non-hydrogen atoms. All ligand-based H atoms were added during the refinement stage at idealized positions (C-H 0.95 Å; O-H 0.84 Å). All H atoms were refined with isotropic displacement parameter set equal to 1.5 times the isotropic equivalent value for the attached atom. All non-hydrogen atoms were refined anisotropically. 
Hall symbol: -P 1 Mo Kα radiation λ = 0.71073 Å a = 8.7708 (7) 
Geometric parameters (Å, °)

